Forty eight oats genotypes were evaluated in a Randomized Complete Block Design to analyse the existence of variation and correlation among yield and yield components during, rabi, 2013 -2014. In this study, based on the experimental data, ANOVA was worked out for different characters. The variability parameters viz., mean, range, standard error of difference (SEd) and critical difference (CD) were worked out. The plant height exhibited highest mean square value 620.81** than other characters which signified at 0.01 probability level. Among forty eight genotypes, TNAs 48 showed highest total number of tillers per plant (13.67), number of productive tillers per plant (10.00), groat weight per primary panicle (0.96g), kernel weight per primary panicle (0.81g) and fodder yield per plant (50.99g), followed by TNAs 20 for panicle exertion (18.23cm), single plant groat yield (8.89g) and single plant kernel yield (5.70g) and TNAs 22 for thousand groat weight (57.81g) and thousand kernel weight (56.00g) than other genotypes included in this study. Among the characters studied, groat weight per primary panicle and kernel weight per primary panicle showed the least SEd (0.15) value followed by single plant kernel yield (0.57g), single plant groat yield (0.68g) and days to 50% flowering (0.77) which showed the least influence by environmental variations. Hence, the selection of genotype with higher groat weight and kernel weight per panicle will be a fruitful exercise. According to correlation coefficient analysis, single plant kernel yield was positive and significantly correlated with days to 50% flowering, total number of tillers per plant, number of productive tillers per plant, panicle exertion, groats weight per primary panicle, kernel weight per primary panicle and single plant groat yield. Hence, these traits should be used as selection criteria to improve oats genotypes with higher grain yield potential.
Oats (Avena sativa L.) originated from Mediterranean region, is an important dual (grain and fodder) purpose annual crop of rabi season. It belongs to family poaceae and ranks sixth in production among all cereal crops next to wheat, maize, rice, barley and sorghum in the world scenario. Among the oats genomes, white oats (Avena sativa) and red oats (Avena byzantiana) are cultivated. All over the world, oats was cultivated over 10.29 million hectares with a production of 20.49 million tonnes. The major oats growing areas are between 40 0 and 60 0 N latitudes (Asia, Europe and North America), whereas a small proportion of production originates from southern hemisphere also (South America, Australia and New Zealand).
Oats (2n=6x=42) is a natural allopolyploid evolved through cycles of interspecific hybridization and polyploidization combining three distinct genomes are A. sterilis, A. fatua and A. sativa. In recent years, oats production has continuously decreased, whereas the demand for oats for human consumption as food has increased because of dietary benefits of whole grain (Achleitner et al., 2008) . Improvement of yield and yield components has been the prime objective of breeders besides quality traits and agronomic traits in evolving high yielding oats varieties.
Availability of genetic variability for the component characters was a major asset for initiating a fruitful crop yield improvement program. Arora et al. (2008) carried out evaluation and characterization for some morphological traits in 554 germplasm accessions of oats. Raj Bahadur et al. (2009) studied oat genotypes to determine the extent of variability for various fodder yield and quality traits under normal and late sown conditions where they found considerable variability existed for all the characters. The first step in a breeding programme is to determine the amount of variation that is present in the characters of economic importance within a large collection of material, in order to define the valuable populations to be considered further. Assessment of the genetic variability can be achieved using morphological measurements and phenotypic characterization (Greene et al., 2008) . Hence, evaluation of the existence of genetic variability for various yield components and analysis of correlation between various characters towards improvement of yield were taken as the prime objectives of the present study.
An investigation in oats was carried out during rabi, [2013] [2014] Correlation between important and may reveal that some of the latter are useful as indicators of one or more of the former. Direct selection for yield is not effective since yield is a complex and quantitatively inherited character with low heritability. Therefore, indirect selection could be made for the component characters contributing to yield through character association as it provides information about the characters that are correlated with each other in improving yield.
According to correlation coefficient analysis (Table 3) , single plant kernel yield was positive and significantly correlated with days to 50% flowering, total number of tillers per plant, number of productive tillers per plant, panicle exertion, groats weight per primary panicle, kernel weight per primary panicle and single plant groat yield. These traits were used as selection criteria to improve oat cultivars with higher grain yield.
Yanming (2006) and Buerstmayr (2007) In oats, one of the most important traits after grain yield is groat weight. In previous works, Doehlert et al. (1999) reported groat weight as an important quality trait in oats, Welch et al. (2000) reported variation for groat weight within oat species.
In agriculture, path analyses have been used by plant breeders to assist in identifying traits that are useful as selection criteria to improve crop yield (Dewey & Lu, 1959) . Path coefficient analysis is done in order to study the direct and indirect effects of individual component characters on the dependent variable yield. Study of path coefficients enable breeders to concentrate on the variable which shows high direct effect on grain yield. Ultimately we can reduce the time in looking for more number of component traits by restricting selection to one or few important traits. The results of path coefficient analysis were given in In this study, we have evaluated existence of variability and correlation between oats genotypes based on grain yield and yield components. Genotypes showed higher performance for some of the yield components, like days to 50% flowering, total number of tillers per plant, number of productive tillers per plant, panicle exertion, groats weight per primary panicle, kernel weight per primary panicle and single plant groat yield which are the important selection criteria for high yield in oats. Our results demonstrate that these traits are more promising as selection criteria for use in oats breeding programs. DFF-days to 50% flowering, PH-plant height, TNT-total number of tillers per plant, NPT-number of productive tillers per plant, PL-panicle length, PE-panicle exertion, NGPnumber of groats per panicle, GWPP-groat weight per primary panicle, KWPP-kernel weight per primary panicle, TGW-thousand groat weight, TKW-thousand kernel weight, FYP-fodder yield per plant, SPGY-single plant groat yield and SPGY-single plant kernel yield
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